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AE001062 618 bp DNA linear BCT 24-NOV-1997 

Archaeoglobus fulgidus section 120 of 172 of the complete genome. 
AE001062 REGION: 1367.. 1984 
AE001062 GI:2649999 



Archaeoglobus fulgidus 
t b l eogl o b u s f u I aid u s 
Archaea; Euryarchaeota ; Archaeoglobales ; 
Archaeoglobus . 
1 (bases 1 to 618) 
Klenk,H.P., Clayton, R. A. , Tomb, J. 
Ketchum, K. A. , Dodson,R.J., Gwinn, 
Richardson, D . L . , Kerlavage,A. 



Archaeoglobaceae; 



White, 0., Nelson, K.E., 
,M., Hickey,E.K., Peterson, J . D . 
Graham, D . E . , Kyrpides , N . C . , 
Fleischmann, R. D. , Quackenbush, J . , Lee, N . H . , Sutton, G.G., Gill,S 
Kirkness, E . F . , Dougherty, B. A. , McKenney,K., Adams, M.D., Loftus,: 
Peterson, S., Reich, C. I., McNeil, L.K., Badger, J. H., Glodek,A., 
Zhou,L., Overbeek,R., Gocayne, J . D . , Weidman, J . F . , McDonald, L., 
Utterback, T . , Cotton, M.D., Spriggs,!., Artiach,P., Kaine,B.P., 
Sykes,S.M., Sadow,P.W., D 'Andrea, K. P . , Bowman, C, Fujii,C, 
Garland, S .A. , Mason, T.M., 01sen,G.J., Fraser,C.M., Smith, H.O., 
Woese,C.R. and Venter, J. C. 

The complete genome sequence of the hyperthermopholic, 
sulphate-reducing archaeon Archaeoglobus fulgidus 
Unpublished (1997) 
2 (bases 1 to 618) 

Klenk,H.P., Clayton, R. A. , Tomb, J. -F . , White, 0., Nelson, K.E., 
Ketchum, K. A. , Dodson,R.J., Gwinn, M., Hickey,E.K., Peterson, J . D . 
Richardson, D . L . , Ker lavage, A. R . , Graham, D.E., Kyrpides , N . C . , 
Fleischmann, R. D. , Quackenbush, J . , Lee, N . H . , Sutton, G.G., Gill,S 
Kirkness, E . F . , Dougherty, B. A. , McKenney,K., Adams, M.D., Loftus,: 
Peterson, S., Reich, C. I., McNeil, L.K., Badger, J. H., Glodek,A., 
Zhou,L., Overbeek,R., Gocayne, J. D. , Weidman, J . F . , McDonald, L., 
Utterback, T . , Cotton, M.D., Spriggs,T., Artiach,P., Kaine,B.P., 
Sykes,S.M., Sadow,P.W., D ' Andrea, K . P . , Bowman, C, Fujii,C, 
Garland, S .A. , Mason, T.M., 01sen,G.J., Fraser,C.M., Smith, H.O., 
Woese,C.R. and Venter, J. C. 
Direct Submission 

Submitted (24-NOV-1997) The Institute for Genomic Research, 971 
Medical Center Dr, Rockville, MD 20850, USA 

[WARNING] On Dec 16, 1997 this sequence was replaced by gi:2689 
Location /Qualifiers 
1. .618 

/ or ganism=" Archaeoglobus fulgidus" 
/mol_type="genomic DNA" 
/ db_xr ef="taxon: 2 2 3 4 " 



/gene 



"AF0622" 



/gene="AF0622" 

/note="similar to EGAD: 44284 percent identity: 51.15; 
identified by sequence similarity; putative" 
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/codon_start=l 
/transl_table=II 

/product="signal recognition particle, subunit SRP54 
(srp54) " 

/protein_id="2650 0 0 7 " 
/db_xref ="GI : 2650 0 0 7" 

/translation="MALE S LKE VARK I AG SSSI DKKF VEEMVKE IQRALI KADVNVRQ 
VKEI SDAIKKRALSEDVLPALNAKEQILKIVYEELLRGVGEGLEIPLKKAKIMLVGLQ 
GSGKTTTTAKMAKYFKDRGMKVAWAADTWRPAAYEQLRQLAEEYGITFYGEKGEKDA 
VKIVKNALEKLKDHDMI I IDTAGRHALEDELIDEMIKIAEVARPDYKLLVLDAAIGQL 
ASKQAQAFHEAIGINGI I ITKFDGTAKGGGALSAARQIGIPIAFIGTGEKVEDFERFD 
PAGFVSRLLGMGDIKALMEKIERIASEEELDPEAFLKGTFTLKDI YKQIEAMNKMGPV 
RKIFEMLPFGLGLKVDNDVMEMTQEKMKKFRVIMDSMTEEELLNPKI IDSSRIRRIAI 
GSGTSPQEVKELLNYYKTMKNLMKKMKKNKLPIKGLGKLGF " 

gene 1 . .618 

/gene="AF0621" 

CDS 1..618 

/gene="AF0621" 

/note="similar to EGAD: 44316 percent identity: 39.29; 
identified by sequence similarity; putative" 
/ codon_start=l 
/transl_table=ll 

/product="ribonuclease HII (rnhB) " 
/ pr o t e i n_i d= " 2 6 5 0 0 0 0 " 
/db_xref="GI :2650000" 

/ tr anslat ion="MKAGIDEAGKGCVIGPLVVAGVACSDEDRLRKLGVKDSKKLSQG 
RREELAEEIRKICRTEVLKVSPENLDERMAAKTINEILKECYAEI ILRLKPEIAYVDS 
PDVIPERLSRELEEITGLRVVAEHKADEKYPLVAAAS I IAKVEREREIERLKEKFGDF 
GSGYASDPRTREVLKEWIASGRIPSCVRMRWKTVSNLRQKTLDDF" 

N 

1 atgaaggcag gcatcgatga ggctggaaag ggctgcgtca tcggcccact ggttgttgca 
61 ggagtggctt gcagcgatga ggataggctg agaaagcttg gtgtgaaaga ctccaaaaag 
121 ctaagtcagg ggaggagaga ggaactagcc gaggaaataa ggaaaatctg cagaacggag 
181 gttttgaaag tttctcccga aaatctcgac gaaaggatgg ctgctaaaac cataaacgag 
241 attttgaagg agtgctacgc tgaaataatt ctcaggctga agccggaaat tgcttatgtt 
301 gacagtcctg atgtgattcc cgagagactt tcgagggagc ttgaggagat tacggggttg 
361 agagttgtgg ccgagcacaa ggcggacgag aagtatcccc tggtagctgc ggcttcaatc 
421 atcgcaaagg tggaaaggga gcgggagatt gagaggctga aagaaaaatt cggggatttc 
481 ggcagcggct atgcgagcga tccgaggaca agagaagtgc tgaaggagtg gatagcttca 
541 ggcagaattc cgagctgcgt gagaatgcgc tggaagacgg tgtcaaatct gaggcagaag 
601 acgcttgacg atttctaa 
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